Selection of transformation-efficient barley genotypes based on TFA (transformation amenability) haplotype and higher resolution mapping of the TFA loci by Hisano, Hiroshi et al.
Supplemental methods 
 
Statistical analysis  
Chi-square (χ2) tests were performed to identify significant segregation distortion of SNP markers that 
were expected to follow Mendelian ratios of 1:2:1 (df = 2) or dominant ratios of 3:1 or 1:3 (df = 1). 
 
 
Supplemental figures 
 
Figure S1. Distortion analysis of markers in HN×GP transgenic barley. 
An Infinium HD assay was performed with HN×GP transgenic barley plants generated by 
Agrobacterium-mediated transformation using F2 immature embryos derived from a cross 
between Haruna Nijo and Golden Promise (Hisano and Sato, in press). Markers were ordered 
according to genetic distance from left to right corresponding from short to long arms of each 
chromosome, respectively. The Chi-square values for (A) GP:hetero:HN=1:2:1 (df=2), (B) 
GP:[hetero+HN]=1:3 (df=1, yellow) or [GP+hetero]:HN=3:1 (df=1, blue) were plotted according 
the genetic map position of each marker, and a red broken line shows the p=0.01 level of 
significance. 
 
Figure S2. A schematic vector map of pBUH3-EGFP. 
The transformation vector was constructed based on pBUH3 (Nigorikawa et al. 2012). 
35S; Cauliflower mosaic virus 35S promoter, 
EGFP; Enhanced green fluorescent protein gene, 
HPT; Hygromycin resistant (hygromycin phosphotransferase) gene, 
LB; Left border of T-DNA, 
NOS; Nopaline synthase promoter, 
NPTII; Neomycin phosphotransferase gene, 
RB; Right border of T-DNA, 
T; Nopaline synthase terminator 
ZmUbi Pro; Maize ubiquitin promoter. 
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